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SEQUENCE LISTING 

<110> Jacquet, Alain 

<120> Hypoallergenic Der pi and Der p3 

Proteins From Dermatographoides Pteronyss inus 

<130> VB60107 

<140> 10547206 
<141> 2006-05-19 



<150> PCT/EP2004/001850 

<151> 2004-02-24 

<150> 00304424.5 

<151> 2003-02-26 

<160> 62 

<170> Fast SEQ for Windows Version 4.0 

<210> 1 

<211> 909 

<212> DNA 

<213> Dermatophagoide s pt eronyssinus 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
909 

<210> 2 
<211> 302 
<212> PRT 

<213> Dermatophagoide s pteronys sinus 
<400> 2 

Arg Pro Ser Ser lie Lys Thr Phe Glu Glu Tyr Lys Lys Ala Phe Asn 

15 10 15 

Lys Ser Tyr Ala Thr Phe Glu Asp Glu Glu Ala Ala Arg Lys Asn Phe 



<400> 1 
cggccgagct 
acctt cgagg 
agcaacggcg 
ttcct gatga 
accaacgcct 
accgtgact c 
gccgcgacag 
gagct cgtt g 
gaatacatcc 
cagtcctgcc 
ccccctaat g 
at cat cggaa 
cgcgacaacg 
cagggggtgg 
t acggct act 
atcctgtaa 



ccat taagac 
acgaggaggc 
gggctataaa 
gcgccgaggc 
gcagtatcaa 
ccat ccgcat 
agtcggcata 
actgcgcct c 
agcataatgg 
gccgtcctaa 
ccaacaagat 
t caaggat ct 
gatatcagcc 
actactggat 
tcgccgccaa 



ctt cgaggaa 
cgcgcgcaag 
t cacctgtcc 
ttt cgaacac 
cggcaat gcc 
gcaaggcggc 
cct cgcgtat 
ccaacacgga 
cgt cgtgcag 
cgcacagcgc 
cagggaggcc 
ggacgcatt c 
aaactaccac 
cgtgagaaac 
cat cgacctg 



tacaagaaag 
aactt cctgg 
gacctgtctt 
ct taagaccc 
cccgct gaga 
tgcgggtctt 
cggaat caga 
tgt cat gggg 
gaaagctatt 
tt cggcattt 
ct ggcgcaga 
cggcactatg 
gcggtcaaca 
agttgggaca 
atgatgat eg 



ccttcaacaa 
aaagcgtgaa 
t agacgagtt 
agttt gat ct 
ttgat ctgcg 
gttgggcctt 
gcctggacct 
atacgatt cc 
accgatacgt 
ccaattattg 
cgcacagcgc 
acgggcgcac 
t cgtgggtta 
ctaactgggg 
aggagtaccc 



gagctatgee 
atacgtgcag 
caagaacegg 
caacgeggag 
ccagatgagg 
tt caggegtg 
cget gagcag 
cagaggtat c 
agct agggag 
ccagat ctac 
catcgctgtc 
aatcat ccag 
ct cgaacgcc 
cgacaacggc 
gtacgtggtg 



20 25 30 

Leu Glu Ser Val Lys Tyr Val Gin Ser Asn Gly Gly Ala lie Asn His 

35 40 45 

Leu Ser Asp Leu Ser Leu Asp Glu Phe Lys Asn Arg Phe Leu Met Ser 

50 55 60 

Ala Glu Ala Phe Glu His Leu Lys Thr Gin Phe Asp Leu Asn Ala Glu 
65 70 75 80 

Thr Asn Ala Cys Ser lie Asn Gly Asn Ala Pro Ala Glu lie Asp Leu 

85 90 95 

Arg Gin Met Arg Thr Val Thr Pro lie Arg Met Gin Gly Gly Cys Gly 

100 105 110 

Ser Cys Trp Ala Phe Ser Gly Val Ala Ala Thr Glu Ser Ala Tyr Leu 

115 120 125 

Ala Tyr Arg Asn Gin Ser Leu Asp Leu Ala Glu Gin Glu Leu Val Asp 

130 135 140 

Cys Ala Ser Gin His Gly Cys His Gly Asp Thr lie Pro Arg Gly lie 
145 150 155 160 

Glu Tyr lie Gin His Asn Gly Val Val Gin Glu Ser Tyr Tyr Arg Tyr 

165 170 175 

Val Ala Arg Glu Gin Ser Cys Arg Arg Pro Asn Ala Gin Arg Phe Gly 

180 185 190 

lie Ser Asn Tyr Cys Gin lie Tyr Pro Pro Asn Val Asn Lys lie Arg 

195 200 205 

Glu Ala Leu Ala Gin Thr His Ser Ala lie Ala Val lie lie Gly lie 

210 215 220 

Lys Asp Leu Asp Ala Phe Arg His Tyr Asp Gly Arg Thr lie lie Gin 
225 230 235 240 

Arg Asp Asn Gly Tyr Gin Pro Asn Tyr His Ala Val Asn lie Val Gly 

245 250 255 

Tyr Ser Asn Ala Gin Gly Val Asp Tyr Trp lie Val Arg Asn Ser Trp 

260 265 270 

Asp Thr Asn Trp Gly Asp Asn Gly Tyr Gly Tyr Phe Ala Ala Asn lie 

275 280 285 

Asp Leu Met Met lie Glu Glu Tyr Pro Tyr Val Val lie Leu 
290 295 300 



<210> 3 
<211> 302 
<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Mutant of ProDer PI C4R (Der PI numbering) 

<400> 3 

Arg Pro Ser Ser lie Lys Thr Phe Glu Glu Tyr Lys Lys Ala Phe Asn 

15 10 15 

Lys Ser Tyr Ala Thr Phe Glu Asp Glu Glu Ala Ala Arg Lys Asn Phe 

20 25 30 

Leu Glu Ser Val Lys Tyr Val Gin Ser Asn Gly Gly Ala lie Asn His 

35 40 45 

Leu Ser Asp Leu Ser Leu Asp Glu Phe Lys Asn Arg Phe Leu Met Ser 

50 55 60 

Ala Glu Ala Phe Glu His Leu Lys Thr Gin Phe Asp Leu Asn Ala Glu 
65 70 75 80 

Thr Asn Ala Arg Ser lie Asn Gly Asn Ala Pro Ala Glu lie Asp Leu 



85 90 95 

Arg Gin Met Arg Thr Val Thr Pro lie Arg Met Gin Gly Gly Cys Gly 

100 105 110 

Ser Cys Trp Ala Phe Ser Gly Val Ala Ala Thr Glu Ser Ala Tyr Leu 

115 120 125 

Ala Tyr Arg Asn Gin Ser Leu Asp Leu Ala Glu Gin Glu Leu Val Asp 

130 135 140 

Cys Ala Ser Gin His Gly Cys His Gly Asp Thr lie Pro Arg Gly lie 
145 150 155 160 

Glu Tyr lie Gin His Asn Gly Val Val Gin Glu Ser Tyr Tyr Arg Tyr 

165 170 175 

Val Ala Arg Glu Gin Ser Cys Arg Arg Pro Asn Ala Gin Arg Phe Gly 

180 185 190 

lie Ser Asn Tyr Cys Gin lie Tyr Pro Pro Asn Val Asn Lys lie Arg 

195 200 205 

Glu Ala Leu Ala Gin Thr His Ser Ala lie Ala Val lie lie Gly lie 

210 215 220 

Lys Asp Leu Asp Ala Phe Arg His Tyr Asp Gly Arg Thr lie lie Gin 
225 230 235 240 

Arg Asp Asn Gly Tyr Gin Pro Asn Tyr His Ala Val Asn lie Val Gly 

245 250 255 

Tyr Ser Asn Ala Gin Gly Val Asp Tyr Trp lie Val Arg Asn Ser Trp 

260 265 270 

Asp Thr Asn Trp Gly Asp Asn Gly Tyr Gly Tyr Phe Ala Ala Asn lie 

275 280 285 

Asp Leu Met Met lie Glu Glu Tyr Pro Tyr Val Val lie Leu 
290 295 300 



<210> 4 
<211> 909 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Mutant of ProDer Pi C4R (Der Pi numbering) 
<400> 4 

cggccgagct ccattaagac cttcgaggaa tacaagaaag ccttcaacaa gagctatgcc 60 

accttcgagg acgaggaggc cgcgcgcaag aacttcctgg aaagcgtgaa atacgtgcag 120 

agcaacggcg gggctataaa tcacctgtcc gacctgtctt tagacgagtt caagaaccgg 180 

ttcctgatga gcgccgaggc tttcgaacac cttaagaccc agtttgatct caacgcggag 240 

accaacgccc gtagtatcaa cggcaatgcc cccgctgaga ttgatctgcg ccagatgagg 300 

accgtgactc ccatccgcat gcaaggcggc tgcgggtctt gttgggcctt ttcaggcgtg 360 

gccgcgacag agtcggcata cctcgcgtat cggaatcaga gcctggacct cgctgagcag 420 

gagctcgttg actgcgcctc ccaacacgga tgtcatgggg atacgattcc cagaggtatc 480 

gaatacatcc agcataatgg cgtcgtgcag gaaagctatt accgatacgt agctagggag 540 

cagtcctgcc gccgtcctaa cgcacagcgc ttcggcattt ccaattattg ccagatctac 600 

ccccctaatg ccaacaagat cagggaggcc ctggcgcaga cgcacagcgc catcgctgtc 660 

atcatcggaa tcaaggatct ggacgcattc cggcactatg acgggcgcac aatcatccag 720 

cgcgacaacg gatatcagcc aaactaccac gcggtcaaca tcgtgggtta ctcgaacgcc 780 

cagggggtgg actactggat cgtgagaaac agttgggaca ctaactgggg cgacaacggc 8 40 

tacggctact tcgccgccaa catcgacctg atgatgatcg aggagtaccc gtacgtggtg 900 
atcctgtaa 909 



<210> 5 
<211> 302 



<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Mutant of ProDer PI C31R 
<400> 5 

Arg Pro Ser Ser lie Lys Thr Phe Glu Glu Tyr Lys Lys Ala Phe Asn 

15 10 15 

Lys Ser Tyr Ala Thr Phe Glu Asp Glu Glu Ala Ala Arg Lys Asn Phe 

20 25 30 

Leu Glu Ser Val Lys Tyr Val Gin Ser Asn Gly Gly Ala lie Asn His 

35 40 45 

Leu Ser Asp Leu Ser Leu Asp Glu Phe Lys Asn Arg Phe Leu Met Ser 

50 55 60 

Ala Glu Ala Phe Glu His Leu Lys Thr Gin Phe Asp Leu Asn Ala Glu 
65 70 75 80 

Thr Asn Ala Cys Ser lie Asn Gly Asn Ala Pro Ala Glu lie Asp Leu 

85 90 95 

Arg Gin Met Arg Thr Val Thr Pro lie Arg Met Gin Gly Gly Arg Gly 

100 105 110 

Ser Cys Trp Ala Phe Ser Gly Val Ala Ala Thr Glu Ser Ala Tyr Leu 

115 120 125 

Ala Tyr Arg Asn Gin Ser Leu Asp Leu Ala Glu Gin Glu Leu Val Asp 

130 135 140 

Cys Ala Ser Gin His Gly Cys His Gly Asp Thr lie Pro Arg Gly lie 
145 150 155 160 

Glu Tyr lie Gin His Asn Gly Val Val Gin Glu Ser Tyr Tyr Arg Tyr 

165 170 175 

Val Ala Arg Glu Gin Ser Cys Arg Arg Pro Asn Ala Gin Arg Phe Gly 

180 185 190 

lie Ser Asn Tyr Cys Gin lie Tyr Pro Pro Asn Val Asn Lys lie Arg 

195 200 205 

Glu Ala Leu Ala Gin Thr His Ser Ala lie Ala Val lie lie Gly lie 

210 215 220 

Lys Asp Leu Asp Ala Phe Arg His Tyr Asp Gly Arg Thr lie lie Gin 
225 230 235 240 

Arg Asp Asn Gly Tyr Gin Pro Asn Tyr His Ala Val Asn lie Val Gly 

245 250 255 

Tyr Ser Asn Ala Gin Gly Val Asp Tyr Trp lie Val Arg Asn Ser Trp 

260 265 270 

Asp Thr Asn Trp Gly Asp Asn Gly Tyr Gly Tyr Phe Ala Ala Asn lie 

275 280 285 

Asp Leu Met Met lie Glu Glu Tyr Pro Tyr Val Val lie Leu 
290 295 300 



<210> 6 
<211> 909 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Mutant of ProDer Pi C31R 
<400> 6 

cggccgagct ccattaagac cttcgaggaa tacaagaaag ccttcaacaa gagctatgcc 



accttcgagg acgaggaggc cgcgcgcaag aacttcctgg aaagcgtgaa atacgtgcag 120 

agcaacggcg gggctataaa tcacctgtcc gacctgtctt tagacgagtt caagaaccgg 180 

ttcctgatga gcgccgaggc tttcgaacac cttaagaccc agtttgatct caacgcggag 240 

accaacgcct gcagtatcaa cggcaatgcc cccgctgaga ttgatctgcg ccagatgagg 300 

accgtgactc ccatccgcat gcaaggcggc cgtgggtctt gttgggcctt ttcaggcgtg 360 

gccgcgacag agtcggcata cctcgcgtat cggaatcaga gcctggacct cgctgagcag 420 

gagctcgttg actgcgcctc ccaacacgga tgtcatgggg atacgattcc cagaggtatc 480 

gaatacatcc agcataatgg cgtcgtgcag gaaagctatt accgatacgt agctagggag 540 

cagtcctgcc gccgtcctaa cgcacagcgc ttcggcattt ccaattattg ccagatctac 600 

ccccctaatg ccaacaagat cagggaggcc ctggcgcaga cgcacagcgc catcgctgtc 660 

atcatcggaa tcaaggatct ggacgcattc cggcactatg acgggcgcac aatcatccag 720 

cgcgacaacg gatatcagcc aaactaccac gcggtcaaca tcgtgggtta ctcgaacgcc 780 

cagggggtgg actactggat cgtgagaaac agttgggaca ctaactgggg cgacaacggc 8 40 

tacggctact tcgccgccaa catcgacctg atgatgatcg aggagtaccc gtacgtggtg 900 

atcctgtaa 909 

<210> 7 
<211> 302 
<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Mutant of ProDer PI C65R 
<400> 7 

Arg Pro Ser Ser lie Lys Thr Phe Glu Glu Tyr Lys Lys Ala Phe Asn 

15 10 15 

Lys Ser Tyr Ala Thr Phe Glu Asp Glu Glu Ala Ala Arg Lys Asn Phe 

20 25 30 

Leu Glu Ser Val Lys Tyr Val Gin Ser Asn Gly Gly Ala lie Asn His 

35 40 45 

Leu Ser Asp Leu Ser Leu Asp Glu Phe Lys Asn Arg Phe Leu Met Ser 

50 55 60 

Ala Glu Ala Phe Glu His Leu Lys Thr Gin Phe Asp Leu Asn Ala Glu 
65 70 75 80 

Thr Asn Ala Cys Ser lie Asn Gly Asn Ala Pro Ala Glu lie Asp Leu 

85 90 95 

Arg Gin Met Arg Thr Val Thr Pro lie Arg Met Gin Gly Gly Cys Gly 

100 105 110 

Ser Cys Trp Ala Phe Ser Gly Val Ala Ala Thr Glu Ser Ala Tyr Leu 

115 120 125 

Ala Tyr Arg Asn Gin Ser Leu Asp Leu Ala Glu Gin Glu Leu Val Asp 

130 135 140 

Arg Ala Ser Gin His Gly Cys His Gly Asp Thr lie Pro Arg Gly lie 
145 150 155 160 

Glu Tyr lie Gin His Asn Gly Val Val Gin Glu Ser Tyr Tyr Arg Tyr 

165 170 175 

Val Ala Arg Glu Gin Ser Cys Arg Arg Pro Asn Ala Gin Arg Phe Gly 

180 185 190 

lie Ser Asn Tyr Cys Gin lie Tyr Pro Pro Asn Val Asn Lys lie Arg 

195 200 205 

Glu Ala Leu Ala Gin Thr His Ser Ala lie Ala Val lie lie Gly lie 

210 215 220 

Lys Asp Leu Asp Ala Phe Arg His Tyr Asp Gly Arg Thr lie lie Gin 
225 230 235 240 

Arg Asp Asn Gly Tyr Gin Pro Asn Tyr His Ala Val Asn lie Val Gly 
245 250 255 



Tyr Ser Asn Ala Gin 
260 

Asp Thr Asn Trp Gly 
275 

Asp Leu Met Met lie 
290 



Gly Val Asp Tyr Trp lie 
265 

Asp Asn Gly Tyr Gly Tyr 
280 

Glu Glu Tyr Pro Tyr Val 

295 



Val Arg Asn Ser Trp 
270 

Phe Ala Ala Asn lie 
285 

Val lie Leu 
300 



<210> 8 
<211> 909 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Mutant of ProDer Pi C65R 
<400> 8 

cggccgagct ccattaagac cttcgaggaa tacaagaaag ccttcaacaa gagctatgcc 60 
accttcgagg acgaggaggc cgcgcgcaag aacttcctgg aaagcgtgaa atacgtgcag 120 
agcaacggcg gggctataaa tcacctgtcc gacctgtctt tagacgagtt caagaaccgg 180 
ttcctgatga gcgccgaggc tttcgaacac cttaagaccc agtttgatct caacgcggag 240 
accaacgcct gcagtatcaa cggcaatgcc cccgctgaga ttgatctgcg ccagatgagg 300 
accgtgactc ccatccgcat gcaaggcggc tgcgggtctt gttgggcctt ttcaggcgtg 360 
gccgcgacag agtcggcata cctcgcgtat cggaatcaga gcctggacct cgctgagcag 420 
gagctcgttg accgtgcctc ccaacacgga tgtcatgggg atacgattcc cagaggtatc 480 
gaatacatcc agcataatgg cgtcgtgcag gaaagctatt accgatacgt agctagggag 540 
cagtcctgcc gccgtcctaa cgcacagcgc ttcggcattt ccaattattg ccagatctac 600 
ccccctaatg ccaacaagat cagggaggcc ctggcgcaga cgcacagcgc catcgctgtc 660 
atcatcggaa tcaaggatct ggacgcattc cggcactatg acgggcgcac aatcatccag 720 
cgcgacaacg gatatcagcc aaactaccac gcggtcaaca tcgtgggtta ctcgaacgcc 780 
cagggggtgg actactggat cgtgagaaac agttgggaca ctaactgggg cgacaacggc 8 40 
tacggctact tcgccgccaa catcgacctg atgatgatcg aggagtaccc gtacgtggtg 900 
atcctgtaa 909 

<210> 9 
<211> 302 
<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Mutant of ProDer PI C71R 
<400> 9 

Arg Pro Ser Ser lie Lys Thr Phe Glu Glu Tyr Lys Lys Ala Phe Asn 

15 10 15 

Lys Ser Tyr Ala Thr Phe Glu Asp Glu Glu Ala Ala Arg Lys Asn Phe 

20 25 30 

Leu Glu Ser Val Lys Tyr Val Gin Ser Asn Gly Gly Ala lie Asn His 

35 40 45 

Leu Ser Asp Leu Ser Leu Asp Glu Phe Lys Asn Arg Phe Leu Met Ser 

50 55 60 

Ala Glu Ala Phe Glu His Leu Lys Thr Gin Phe Asp Leu Asn Ala Glu 
65 70 75 80 

Thr Asn Ala Cys Ser lie Asn Gly Asn Ala Pro Ala Glu lie Asp Leu 

85 90 95 

Arg Gin Met Arg Thr Val Thr Pro lie Arg Met Gin Gly Gly Cys Gly 
100 105 110 



Ser Cys Trp Ala Phe Ser Gly Val Ala Ala Thr Glu Ser Ala Tyr Leu 

115 120 125 

Ala Tyr Arg Asn Gin Ser Leu Asp Leu Ala Glu Gin Glu Leu Val Asp 

130 135 140 

Cys Ala Ser Gin His Gly Arg His Gly Asp Thr lie Pro Arg Gly lie 
145 150 155 160 

Glu Tyr lie Gin His Asn Gly Val Val Gin Glu Ser Tyr Tyr Arg Tyr 

165 170 175 

Val Ala Arg Glu Gin Ser Cys Arg Arg Pro Asn Ala Gin Arg Phe Gly 

180 185 190 

lie Ser Asn Tyr Cys Gin lie Tyr Pro Pro Asn Val Asn Lys lie Arg 

195 200 205 

Glu Ala Leu Ala Gin Thr His Ser Ala lie Ala Val lie lie Gly lie 

210 215 220 

Lys Asp Leu Asp Ala Phe Arg His Tyr Asp Gly Arg Thr lie lie Gin 
225 230 235 240 

Arg Asp Asn 



